Key indicators: single-crystal X-ray study; T = 200 K; mean (C-C) = 0.005 Å; disorder in solvent or counterion; R factor = 0.032; wR factor = 0.086; data-toparameter ratio = 15.4.
Related literature
For the crystal structures of the related cationic Pd 
Experimental
Crystal data [Pd(C 10 Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: SMART (Bruker, 2000) ; cell refinement: SAINT (Bruker, 2000) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 (Farrugia, 1997) and PLATON (Spek, 2009) Table 1 ). Weak intermolecular C-H···O hydrogen bonds additionally link the constituents in the crystal structure (Table 1 ). The complex molecules are stacked into columns along the a axis. In the columns, several intermolecular π-π interactions between the pyridine rings are present, the shortest ring centroid-centroid distance being 3.771 (2) Å.
To a solution of Pd(NO 3 ) 2 .2H 2 O (0.1315 g, 0.494 mmol) in acetone (30 ml) was added dipyridin-2-pyridylamine (0.0858 g, 0.501 mmol) and stirred for 3 h at room temperature. The formed precipitate was separated by filtration and washed with ether, and dried under vacuum, to give a yellow powder (0.1110 g). Crystals suitable for X-ray analysis were obtained by slow evaporation from a CH 3 CN solution at room temperature.
Refinement
Carbon-bound H atoms were positioned geometrically and allowed to ride on their respective parent atoms [C-H = 0.95 Å and U iso (H) = 1.2U eq (C)]. Nitrogen-bound H atom was located from Fourier difference maps then allowed to ride on its parent atom in the final cycles of refinement with N-H = 0.92 Å and U iso (H) = 1.5 U eq (N). The NO 3 -anion displayed relatively large displacement factors and low electron density peaks so that the anion appears to be highly disordered. The atom O3 was modelled anisotropically as disordered over two sites with a site-occupancy factor of 0.55 (10) 
Computing details
Data collection: SMART (Bruker, 2000) ; cell refinement: SAINT (Bruker, 2000) ; data reduction: SAINT (Bruker, 2000) ; 
